Supplemental Table 1 Parameters for phylogenetic tree reconstruction. N = total number of sequences, L = Length of sequence alignment, l = Length of mature sequence alignment, Model = best DNA/Protein model of evolution determined by MEGA, AICc = Akaike Information Criterion, corrected value, # = number of sites used in analysis, log(LN) = log likelihood values of maximum likelihood trees, G/I = Gamma/I value for each tree. Dashes indicate incomplete data as no gene network was reconstructed. 
Type I VGPC toxin sequence alignment of previously described toxins and candidate toxin genes. The identification of the signaling, propart, and mature regions is based on previously published sequences. The placement of the cysteine bonds forming the disulfide backbone is indicated in brackets. The transcriptome source is indicated (acrorhagi from A: aggressive or NA: non-aggressive polyps). For full species name refer to S. 
